Whole Genome Sequencing
Whole genome sequences were generated by next generation sequencing using Ion Torrent PGM with universal primers, and by Sanger sequencing using gene-specific primers, as described previously (1) , followed by a customized de novo assembly pipeline of corrected reads using SPAdes v3 (2) . Consensus sequences were then generated by BLAST against a local database built from all influenza records available in the National Center for Biotechnology Information database (https://www.ncbi.nlm.nih.gov) as of November 2018, followed by maximum likelihood phylogenetic analysis (3) using sequences from the GISAID repository (https://www.gisaid.org/; downloaded in January 2019).
Molecular Characterization of Cambodian Influenza A(H7N4) Viruses
None of the Cambodian and Jiangsu A(H7N4) viruses contained known amino acid mutations that confer adaptation of AIV to humans (e.g., PB2 627/701 or HA 186/226/228; H3-HA numbering) (4). However, despite showing independent origins, most of the Cambodian viruses contained amino acid mutations in the matrix (M) gene, namely N30D and T215A, shown to increase pathogenicity of A(H5N1) virus in rodents (5) . All samples contained markers that indicated that these viruses would be sensitive to known antiviral drugs, including adamantanes, oseltamivir/zanamivir and baloxivir-marboxil (6). ‡Bold type represents similarity of surface genes of Cambodian viruses to A/Jiangsu/1/2018. §Incomplete gene sequence.
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